COesterase: domain 1 of 1, from 42 to 601: score 440.0, E = 2.1e-128 

*->HVatnnVlcGkvrGvnektc3n. . . geqsvysFlGI PYAePPVGnLR 
++V+t + G vrGv++ ++n+ g +v FlG+PYA PP+G R 
Fbh33410FL 42 PWNTAY GRVRGVRRELNNe i 1 G- - P WQFLGVPYATP PLGARR 83 

FkaPqPYkepWsdvldAtkyppsClQdddf gf slsdLKva . lkmlslgwn 
F +P+ + w +v++At+ PP+C+Q+ g +++ +ml+ ++ 

Fbh33410FL 84 FQPPEA-PASWPGVRNATTLPPACPQNLH-G ALpAIMLPVWFT 124 
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Fbh33410FL 



Fbh33410FL 



lklsEDCLYLNVytPkntkpns 

+ +SEDCLYLN y+P + p +++++ + ++++++ +++ 
125 DHLEaa a tyvQNQSEDCLYLNLYVPTEDGPLTkkrdea t Inppdtdi rdp 174 

• kl PVmVwIhGGGFmf Gsghs Ip 1 s 1 Ydges 1 aregnVI Ws iNYRLGp 1 
+k PVm + hGG +m G+g + dg+ la+ gnVIv ++NYRLG+1 
175 gKKPVMLFLHGGSYMEGTG NMFDGSVLAAYGNVIVATLNYRLGVL 219 

GFLstgddklpgsGNyGLlDQrlALkWVqdNIaaFGGDPnsVTifGeSAG 
GFLstgd + GNyGLlDQ+ AL+W +NIa+FGGDP+++Tif G AG 
220 GFLSTGDQAAK-- GNYGLLDQIQALRWLSENIAHFGGDPERITIFGSGAG 267 



aaSVs 1111 sngGDNpps s kgLFhRAI s qSGsal spwaiqsesnar grak 
a+ V 11+ls +s+gLF++AI qSG+a+s w++ + 

2 68 ASC VNLLILS HHSEGLFQKAI AQSGTAI SSWSVNYQP 



++ 

LKYTR 309 



elarllGCnetssselldCLRsksaeeLleatrsfllfeyvpflplflaF 
la+++GC++++s+e ++CLR+k+++eL++ ++++y + + 
310 LLAAKVGCDREDSAEAVECLRRKPSRELVDQDV — QPARYHIAFG 352 

g PwDGdDapea f i pedPee 1 i keGkf advPy 1 iGvtkdEGgy f aamlln 
PwDGd ++p+dPe+l +G f + ++liGv++ EG+ f + 
353 -PWDGD WPDDPEI LMQQGEFLNYDMLIGVNQGEGLKFV E 392 

asskgedelkketnpdvwlellkyllfyasealnikdMddladkvlekYp 
+s+ +ed ++ +++ + ++ i ++ +e + d i ++++ y+ 

393 DSAESEDGVSASAFDF-TVSNFVDNLYGYPEGK D VL RET I KFMYT 436 

gdvddfsvesrkpnlqdmltDUFkcptrvaadlhakhggsPvYaYvfdh 
+++d+ e r++ 1+ ++tD+ + p +va ++ +++ +sPvY+Y f h 
437 DWADRDNGEMRRKTLLALFTDHQWVAP - AVATAKLHADYQS PVYF YTF YH 485 

pasfgigQflakrvdpefggavHgdEif fvFgnpllkeqlyka . . .teee 
+ + +pe+ a HgdE+++vFg+p + ++ + + ++ + 

486 HCQ AEGRP EWADAAHGDEL P YVFGVPMVG ATDLF P cn f SKND 527 

eksssktmmnywanFAktGnPn ngts nglwWpkytse 

+++s ++m yw+nFAktG+Pn++ + +t +++++++++WW k++s+ 
528 VMLS-AVVMTYVmgFAKTGDPNqpvpQDTKfihtkpnrFEEVVWSKFNSK 576 

eqkYs 1 1 i 1 1 1 1 i t aqklkardprkvlcnf w< - * 
e +l+i 1+ +++++a++ ++fw 

577 EKQ-YLHIGLKPRVRDNYRANK VAFW 601 



ZLUSTAL W (1.74) multiple sequence alignment 



Fbh33410FL 
ratNL2 



Fbh33410FL 
ratNL2 



MWLIiALCLVGIAGAQRGGGGPGGGAPGGPGLGLGSLGEERFPVVNTAYGRVRGVRRELNN 

MWLLiALCLVGLAGAQRGGGG PGGGAPGG PGLGLG S LGEERFP VVNTAYGRVRG VRRELNN 
************************************************************ 

EILGPWQFLGVPYATPPLGARRFQPPEAPASWPGVRNATTLPPACPQNLHGALPAIMLP 

EILGPWQFLGVPYATPPLGARRFQPPEAPASWPGVRNATTLPPACPQNLHGALPAIMLP 
*********************** ********* **************************** 



Fbh33410FL 
ratNL2 



Fbh33410FL 
ratNL2 



VWFTDNLEAAATYVQNQSEDCLYLNLYVPTEDGPLTKKRDEATLNPPDTDIRDPGKKPVM 

VWFTDNLEAAATYVQNQSEDCLYLNLYVPTEDGPLTKKRDEATLNPPDTDIRDSGKKPVM 
***************************************************** # ****** 

LFLHGGSYMEGTGNMFDGSVLAAYGNVIVATLNYRLGVLGFLSTGDQAAKGNYGLLDQIQ 

LFLHGGSYMEGTGNMFDGSVIiAAYGNVIVATLNYRLGVLGFLSTGDQAAKGNYGLLDQIQ 
************************************************************ 



Fbh33410FL 
ratNL2 



ALRWLSENIAHFGGDPERITIFGSGAGASCVNLLILSHHSEGLFQKAIAQSGTAISSWSV 

ALRWLSENIAHFGGDPERITIFGSGAGASCVNLLILSHHSEGLFQKAIAQSGTAISSWSV 
************************************************************ 



Fbh33410FL 
ratNES 

Fbh3|&10FL 
ratNfil 



OTQPLKYTRLLAAKVGCDREDSAEAVECLRRKPSRELVDQDVQPARYHIAFGPVVDGDVV 

NYQPLKYTRLLAAKVGCDREDSTEAVECLRRKSSRELVDQDVQPARYHIAFGPWDGDW 
********************** .********* *************************** 

PDD PE I LMQQGE FLNYDML I GVNQGEGLKF VED S AES EDGVS AS AFD F T VSNF VDNL YG Y 

PDDPE I LMQQGEFLNYDML I GVNQGEGLKFVEDS AESEDGVSASAFDFTVSNFVDNLYGY 
************************************************************ 



^bh33;4lOFL 
ratNfM 



PEGKDVLRETIKFMYTDWADRDNGEMRRKTLIALFTDHQWAPAVATAKLHADYQSPVYF 
PEGKDVLRETI KFMYTDWADRDNGEMRRKTLLALFTDHQWVAPAVATAKLHADYQS PVYF 
************************************************************ 



?bh3 M 10FL YTFYHHCQAEGRPEWADAAHGDELPYVFGVPMVGATDLFPCNFSKNDVMLSAVVMTYWTN 
ratNll YTFYHHCQAEGRPEWADAAHGDELPYVFGVPMVGATDLFPCNFSK^ 

Is* ************************************************************ 

• bh3 3410FL FAKTGDPNQPVPQDTKFIHTKPNRFEEVWSKFNSKEKQYLHI GLKPRVRDNYRANKVAF 

~atNL2 FAKTGDPNQPVPQDTKF I HTKPNRFEEWWSKFNSKEKQYLH I GLKPRVRDNYRANKVAF 

************************************************************ 



1 bh33410FL 
atNL2 



bh33410FL 
atNL2 



WLELVPHLHNLHTELFTTTTRLPPYATRWPPRPP-AGAPGTRRPPPPATLPPEPEPEPGP 

WLELVPHLHNLHTELFTTTTRLPPYATRWPPRTPGPGTSGTRRPPPPATLPPESDIDLGP 
******************************** * *. ************** . . ** 

"T >v\ 

RAYDRF5GDSRDYSTisVTVKV^ 

RAYDRFPGDSRDYSTE LSVTVAVGASLLFLNILAFAALYYKRDRRQELRCRRLSPPGGSG 

********************** *Jt*_*-*LJ*^J*L*_*it* ************************** 



bh3 3410FL SGVPGGGPLLPAAGRELPPEEELVSLQLKRGGGVGADPAEALRPACPPDYTLALRRAPDD 

atNL2 SGVPGGGPLLPTAGRELPPEEELVSLQLKRGGGVGADPAEALRPACPPDYTLALRRAPDD 
*********** . ************************************************ 



oh33410FL 
atNL2 



VPLLAPGALTLLPSGLGPPPPPPPPSLHPFGPFPPPPPTATSHNNTLPHPHSTTRV 

VPLLAPGALTLLPSGLGPPPPPPPPSLHPFGPFPPPPPTATSHNNTLPHPHSTTRV 
******************************************************** 



3LUSTAL W (1.74) multiple sequence alignment 



Fbh33410FL 
fCIAA1366 



Fbh33410FL 
KIAA1366 



Fbh33410FL 
OAA1366 



^bh33410FL 
<IAA1366 



?bh33410FL 
QAA1366 



^bh33410FL 



'bh33WlOFL 
'.IAA1S66 



'bh33l4|10FL 
IAAi366 



bh33llOFL 



bh33l"10FL 
IAA1366 



bh33410FL 
IAA1366 



oh33410FL 
IAA1366 



A33410FL 
:AA1366 



>h33410FL 
AA1366 



MWLLALCLVGLAGAQRGGGGPGGGAPGGPGLGLGSLGEERFPWNTAYGRVRGVRRELNN 

EILGPWQFLGVPYATPPLGARRFQPPEAPASWPGVRNATTLPPACPQNLHGALPAIMLP 

VWFTDNLEAAATYVQNQSEDCLYLNLYVPTEDGPLTKKRDEATLNPPDTDIRDPGKKPVM 

LFLHGGSYMEGTGNMFDGSVLAAYGNVIVATLNYRLGVLGFLSTGDQAAKGNYGLLDQIQ 

ALRWLSENIAHFGGDPERITIFGSGAGASCVNLLILSHHSEGLFQKAIAQSGTAISSWSV 

KAIAQSGTAISSWSV 

*************** 

NYQPLKYTRLLAAKVGCDREDSAEAVECLRRKPSRELVDQDVQPARYHIAFGPWDGDW 

NYQPLKYTRLLAAKVGCDREDSAEAVECLRRKPSRELVDQDVQPARYHIAFGPWDGDW 
************************************************************ 

PDDPEILMQQGEFLNYDMLIGVNQGEGLKFVEDSAESEDGVSASAFDFTVSNFVDNLYGY 
PDD PE I LMQQGE FLNYDML I GVNQGEGLKFVEDS AES EDGVS AS AFDFTVSNFVDNLYGY 
************************************************************ 

PEGKDVLRETIKFMYTDWADRDNGEMRRKTLLALFTDHQWVAPAVATAKLHADYQSPVYF 
PEGKDVLRETIKFMYTDWADRDNGEMRRKTLLALFTDHQVJVAPAVATAKLHADYQSPVYF 
************************************************************ 

YTFYHHCQAEGRPEWADAAHGDELPYVFGVPMVGATDLFPCNFSKNDVMLSAWMTYWTN 
YTFYHHCQAEGRPEWADAAHGDELPYVFGVPMVGATDLFPCNFSKNDVMLSAVVMTYWTN 
************************************************************ 

FAKTGD PNQPVPQDTKF I HTKPNRFEEWW S KFNSKEKQYLH I GLKPRVRDNYRANKVAF 

FAKTGDPNQPVPQDTKFIHTKPNRFEEWWSKFNSKEKQYLHIGLKPRVRDNYRANKVAF 
************************************************************ 

WLELVPHLHNLHTELFTTTTRLPPYATRWPPRPPAGAPGTRRPPPPATLPPEPEPEPGPR 

WLELVPHLHNLHTELFTTTTRLPPYATRWPPRPPAGAPGTRRPPPPATLPPEPEPEPGPR 
************************************************************ 

AYDRFPGDSRDYSTELS VTVAVGASLLFLNI LAFAALYYKRDRRQELRCRRLS PPGGSGS 

AYDRFPGDSRDYSTELSVTVAVGASLLFLNILAFAALYYKRDRRQELRCRRLSPPGGSGS 
************************************************************ 

GVPGGGPLLPAAGRELPPEEELVSLQLKRGGGVGADPAEALRPACPPDYTLALRRAPDDV 

GVPGGGPLLPAAGRELPPEEELVSLQLKRGGGVGADPAEALRPACPPDYTLALRRAPDDV 
************************************************************ 

PLLAPGALTLLPSGLGPPPPPPPPSLHPFGPFPPPPPTATSHNNTLPHPHSTTRV 

PLLAPGALTLLPSGLGPPPPPPPPSLHPFGPFPPPPPTATSHNNTLPHPHSTTRV 
******************************************************* 



